[Association of the coding region single nucleotide polymorphisms in PLUNC gene with nasopharyngeal carcinoma].
To investigate whether the single nucleotide polymorphism (SNP) site G14595T of PLUNC gene coding region is significantly correlated with nasopharyngeal carcinoma (NPC). Peripheral blood samples were collected from 239 NPC patients, 163 males and 76 females, aged 46.9, and 286 sex(-), and age(-)-matched healthy controls in Guangdong, China. The coding region and regulating region, 3'UTR and 3'Flank as well as 5'UTR and 5'Flank were sequenced to identify and characterize the SNPs. All SNP were analyzed by linkage disequilibrium (LD) and haplotype tag SNP (htSNP) derived from the results by calculating haplotype. Polymerase chain reaction (PCR) and restriction fragment length polymorphism (RFLP) were used to study the PLUNC genotypes. Nine SNPs were obtained by sequencing. Eight of the 9 SNPs presented high LD, and 3 of the SNP were determined as htSNPs. The frequencies of genotype and allele on SNP marker G14595T in the NPC patients and controls suggested there was no significant association between the phenotype and NPC susceptibility (P > 0.05). The marker G14595T in coding region does not influence the expression of PLUNC gene. There is no significant association between the phenotype and susceptibility to NPC in Guangdong.